INTRODUCTION
Reversible protein phosphorylation/dephosphorylation plays a significant role in regulating a wide range of cellular processes.
Recently mass spectrometry based methods have been used to identify and determine stoichiometric level of phosphosites.
To date several recognized methods are used to quantify phosphorylation levels: To date several recognized methods are used to quantify phosphorylation levels: Stable isotope labeling with amino acids in cell culture (SILAC) Isotope-coded affinity tag (iCAT) Isotope tags for relative and absolute quantitation (iTRAQ) Isotope tags for relative and absolute quantitation (iTRAQ) mTRAQ (a developed variation of iTRAQ) Tandem mass tagging (TMT) These are much accurate for quantifying differences arising from varying biological conditions and are not directly configured to quantify absolute phosphorylation levels.
Biochemical methods such as radiolabeling of 32 P or Western blotting have been traditionally used to quantify phosphorylation levels. But both are time consuming.
In this study, they have developed a method using CeO 2 nanoparticle and tandem mass tag to quantify the phosphorylation levels.
